The title compound (systematic name: 2,6-dimethyl-1H-pyridin-4-one hemihydrate), C 7 H 9 NOÁ0.5H 2 O, has a single planar molecule in the asymmetric unit with the non-H atoms possessing a mean deviation from planarity of 0.021 Å . There is also half of a water molecule present in the asymmetric unit. In the crystal, infinite (001) sheets are formed by N-HÁ Á ÁO and O-HÁ Á ÁO hydrogen bonds.
Related literature
For the crystal structure of the parent 4-pyridone, see: Jones (2001); Tyl et al. (2008) . For the title compound bound to zirconium, see: Castillo et al. (1987) . For the structure of a chloro-substituted variant of the title compound, see: Boer (1972). Hydrogen-bond geometry (Å , ). 
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S1. Comment
The structure of the title compound shows that 2,6-dimethyl-4-hydroxypyridine takes the pyridone form in the solid state.
Though the title compound has not been crystallographically characterized, a structure of the molecule bound to zirconium has been reported (Castillo et al., 1987) with similar bond distances and angles observed. The parent 4-pyridone has been structurally characterized (Tyl et al., 2008) and exhibits similar chains linked by head-to-tail N-H···O hydrogen bonds, which are also observed in the close derivative Clopidol (Boer, 1972) . While the title compound crystallizes in a 2:1 ratio of pyridone to water, the hydrate of the parent molecule crystallizes in a 5:6 ratio (Jones, 2001).
The molecular structure of the title compound is shown in Figure 1 . The molecule is near planar with the non-hydrogen atoms possessing a mean deviation from the plane of 0.021 Å. Head-to-tail N1-H1···O1 hydrogen bonding leads to chains that are further linked by O2-H2···O1 hydrogen bonds with water molecules in the crystal to form two-dimensional (001) sheets. The packing of the title compound indicating hydrogen bonding is shown in Figure 2 .
S2. Experimental
A commercial sample (Oakwood Chemical) of 4-hydroxypyridine was used for the crystallization. Crystals suitable for single crystal X-ray analysis were grown by slow evaporation of a methanol solution.
S3. Refinement
All non-hydrogen atoms were refined anisotropically (XL) by full matrix least squares on F 2 . Hydrogen atoms H1 and H2
were found from a Fourier difference map. H1 was refined at a fixed distance of 0.87 (0.005) Å and an isotropic displacement parameter 1.20 times U eq of the parent N atom. H2 was refined at a fixed distance of 0.86 (0.005) Å and an isotropic displacement parameter 1.50 times U eq of the parent O atom. The remaining hydrogen atoms were placed in calculated positions and then refined with riding models with C-H lengths of 0.98 Å for (CH 3 ) and 0.95 Å for (CH) with isotropic displacement parameters set to 1.20 times U eq of the parent C atoms. 
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